A Widespread Bacterial Secretion System with Chemically Diverse Protein Substrates
Alex S. Grossman?', Terra J. Mauer®*, Katrina T. Forest®, and Heidi Goodrich-Blair®’#
AUniversity of Tennessee-Knoxville, Department of Microbiology, Knoxville, TN
®University of Wisconsin-Madison, Department of Bacteriology, Madison, WI

#Address correspondence to Heidi Goodrich-Blair, hgblair@utk.edu

Supplementary Figure 4

FIG S4 Representative genomes of Xenorhabdus DUF560 Classes A-F. Schematic diagrams of
Xenorhabdus TXISS loci representing each of the six classes defined in the text. One species from
each of the classes was selected for presentation. Box arrows represent open reading frames
(ORFs), which are color coded according to predicted annotated function as indicated by the
legend. The DUF560 homolog is shown in red and the predicted TXISS cargo is shown in orange.
Large ORFs were not presented in their entirety and the length of the gap is indicated above the
break line shown within such ORFs.
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